To collect CYNMV Korean isolates, we performed a field survey in Andong in June 2015. We collected some Chinese yam leaf samples showing viral symptoms including necrotic mosaic, mottle and yellowing (Fig. 1A) . The collected samples were subjected first to transmission electron microscopy to examine existence of virus particles. A few samples contained filamentous virus particles, suggesting that the samples infected with a virus belonging to the family Potyviridae, possibly CYNMV (Fig.   1B) . Indeed, CYNMV infection of the samples was confirmed by reverse transcription (RT)-polymerase chain reaction (PCR) using the specific primers designed based on the 3' partial sequences of the CYNMV Japanese isolates (data not shown) (Kondo, 2001b; Kondo et al., 2007) . One CYNMV sample, which was named as AD, was further processed to determine its fulllength genome sequence. Total RNA was extracted from the CYNMV-infected leaf and subjected to synthesize cDNAs using the Superscript III reverse transcriptase (Thermo Fisher Scientific, Waltham, MA, USA), a specific primer designed based on the full genome sequences of the CYNMV Japanese isolates (5'-TCGGCTCTTAGCAGCATACCTT-3' , which is complementary to nt 4,390-4,411), and a tagged oligo (dT) primer (5'-GACTAGCTG-GAATTCGCGGTTAAATTTTTTTTTTTTTTTT-3' , the tag sequence is italicized). Two large fragments covering the CYNMV full-length genome were amplified using Phusion DNA polymerase (New England Biolabs, Ipswich, MA, USA) and appropriate primer pairs (5'-CGAATCGAACGCAAAGCAATCAAA-3' and 5'-TCGGCTCTTAG-CAGCATACCTT-3' , for 5' fragment PCR; 5'-TGGTTGTTGTGGGAT-GATGATG-3' and 5'-GACTAGCTGGAATTCGCGGTTAAA-3' , for 3' fragment PCR). Adjacent regions of these PCR fragments were overlapped each other by at least 200 bp to ensure that the amplified fragments were from the same genome. The amplified PCR fragments were subjected directly to Sanger DNA sequencing using appropriate sequencing primers (Primer sequences are available upon request.). The 5' terminal sequence of CYNMV was analyzed by the 5' rapid amplification of cDNA ends method as described previously (Kwon et al., 2014) . No. KT724961) was included as an outgroup for the phylogenetic analysis. The phylogenetic tree was reconstructed by the neighbor-joining methods and Kimura 2-parameter method with bootstrap (1,000 replicates) using MEGA 6 (Tamura et al., 2013) . Phylogenetic analysis showed that the CYNMV isolate AD is more closely related to four Japanese isolates IW1, TT1, TT5, and IB4 and one Korean isolate KR1 than other Japanese isolates (YS117, HD12, NN9, NN12, PES3, HD9, NS2, MD3, YTW1, KM3, KK1, and HK61) (Fig. 3) . As expected from the comparison of the polyprotein amino acid sequences, the Chinese isolate FX1 formed a separate branch in the phylogenetic tree (Fig.   3 ). Although the isolate IW5 was found to be distantly related to the isolate IW1, in general, the phylogenetic tree showed a geographical relationship among the analyzed isolates. This might be correlated with the cultivation method and vegetative propagation of Chinese yam in each regional area.
Based on the sequence comparison among the reported CYNMV isolates, we generated CYNMV-specific detection primers that bind to the highly conserved motifs at the 3' proximal region of the CYNMV genome: CYNMV-Det-Fw, 5'-GTGTGCTAA-CAATGGTACATCATC-3' (corresponding to nt 7,534-7,557) and CYNMV-Det-Rv, 5'-GTGCGTTGAGGGTTGCTGAGC-3' (complementary to nt 8, 143) . To test the detection specificity of the primers, 10 symptomatic Chinese yam samples were subjected to RT-PCR. Because BBWV2 infection was found to be frequent in Chinese yam in Korea (Kwon et al., 2016) , the samples were also subjected for BBWV2 detection using the specific primers (5'-AAACAAACAGCTTTCGTTCCG-3' and 5'-GCCATCT- 
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